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mRNA	processing 82 375 552 21.87% 8.32 <0.001 
Diurnally	Regulated	Genes	
with	Circadian	Orthologs 
11 39 49 28.21% 3.93 <0.001 
Exercise-induced	Circadian	
Regulation 
11 40 50 27.50% 3.83 <0.001 
Apoptosis 17 82 84 20.73% 3.41 0.001 
PluriNetWork 43 277 292 15.52% 3.39 0.002 
Phase	I	biontransformations,	
non	P450 
3 6 10 50.00% 3.34 0.003 
Proteasome	Degradation 11 46 61 23.91% 3.28 0.003 
TNF-alpha	NF-kB	Signaling	
Pathway 
28 166 185 16.87% 3.19 0.002 
Pentose	Phosphate	Pathway 3 7 20 42.86% 2.97 0.004 
IL-7	Signaling	Pathway 9 42 45 21.43% 2.58 0.012 
Complement	Activation,	
Classical	Pathway 
4 13 19 30.77% 2.57 0.015 
Kit	Receptor	Signaling	
Pathway	
12	 64	 68	 18.75%	 2.47	 0.01	
Eicosanoid	Synthesis	 5	 19	 34	 26.32%	 2.46	 0.015	
Integrin-mediated	Cell	
Adhesion	
16	 94	 102	 17.02%	 2.43	 0.016	
NOD-like	receptor	(NLR)	
Proteins	
3	 9	 10	 33.33%	 2.4	 0.022	
IL-9	Signaling	Pathway	 5	 21	 25	 23.81%	 2.19	 0.035	
Macrophage	markers	 3	 10	 10	 30.00%	 2.17	 0.032	
Selenium	
metabolism/Selenoproteins	
8	 41	 49	 19.51%	 2.14	 0.027	
Insulin	Signaling	 22	 150	 160	 14.67%	 2.1	 0.028	
G13	Signaling	Pathway	 7	 35	 39	 20.00%	 2.07	 0.025	
IL-3	Signaling	Pathway	 15	 95	 101	 15.79%	 2.03	 0.036	
Complement	and	
Coagulation	Cascades	
10	 58	 64	 17.24%	 1.96	 0.059	






















1 8 14 12.50% 3.17 0.007 
TCA	Cycle 2 31 45 6.45% 2.95 0.015 
Monoamine	GPCRs 2 31 41 6.45% 2.95 0.012 
Type	II	interferon	
signaling	(IFNG) 
2 33 35 6.06% 2.82 0.041 
Irinotecan	Pathway 1 10 13 10.00% 2.77 0.038 
GPCRs,	Other 5 152 210 3.29% 2.74 0.007 
Estrogen	
metabolism 




1 12 27 8.33% 2.47 0.025 
Glycolysis	and	
Gluconeogenesis 
2 48 71 4.17% 2.12 0.022 
Oxidative	
phosphorylation 
2 49 65 4.08% 2.08 0.031 
Glucuronidation 1 16 33 6.25% 2.04 0.046 
Amino	Acid	
metabolism	
















2310044H10RIK	 -1.3	 0.009	 1.2	 0.046	
CCDC107	 -1.3	 0.009	 1.1	 0.045	
CCNL2	 2.4	 0.003	 1.1	 0.030	
CDK4	 -1.2	 0.034	 1.1	 0.019	
F2R	 1.4	 0.007	 1.1	 0.011	
KIF13B	 -1.3	 0.005	 1.1	 0.044	
LBP	 -1.3	 0.002	 1.2	 0.026	
LYAR	 1.5	 0.015	 1.1	 0.027	
MFAP1A	 1.5	 0.020	 1.1	 0.012	
SCAND1	 -1.5	 0.015	 1.1	 0.001	
SEPW1	 -1.3	 0.005	 1.1	 0.042	
TIAL1	 1.3	 0.030	 1.2	 0.048	































11	 12	 30	 91.67%	 9.45	 <0.001	
Pentose	Phosphate	
Pathway	
6	 7	 20	 85.71%	 6.69	 <0.001	
Fatty	Acid	Biosynthesis	 8	 22	 26	 36.36%	 4.13	 0.001	
mRNA	processing	 60	 375	 552	 16.00%	 4.05	 <0.001	
Nucleotide	
Metabolism	
6	 15	 36	 40.00%	 3.88	 <0.001	
NOD-like	receptor	
(NLR)	Proteins	
4	 9	 10	 44.44%	 3.45	 0.004	
Mitochondrial	Gene	
Expression	




4	 11	 14	 36.36%	 2.92	 0.003	
Iron	Homeostasis	 4	 13	 16	 30.77%	 2.5	 0.021	
Translation	Factors	 9	 42	 52	 21.43%	 2.48	 0.017	
PPAR	signaling	
pathway	
13	 70	 88	 18.57%	 2.41	 0.02	
Fatty	Acid	Beta	
Oxidation	




8	 39	 49	 20.51%	 2.2	 0.02	
EBV	LMP1	signaling	 5	 21	 23	 23.81%	 2.12	 0.03	
Glucuronidation	 3	 10	 33	 30.00%	 2.11	 0.043	
Selenium	metabolism/	
Selenoproteins	
8	 41	 49	 19.51%	 2.04	 0.037	
Estrogen	signalling	 12	 70	 77	 17.14%	 2.01	 0.04	
Glutathione	
metabolism	





















1 2 12 50.00% 4.86 0.001 




1 6 9 16.67% 2.57 0.029 
Fatty	Acid	
Biosynthesis 
2 22 26 9.09% 2.39 0.027 
Acetylcholine	
Synthesis 












1300014I06RIK	 -1.4	 0.003	 -1.1	 0.020	
ACSS2	 -2.0	 0.000	 -1.1	 0.019	
ALDH1B1	 -2.2	 0.006	 1.1	 0.007	
ATAD2B	 1.8	 0.025	 -1.1	 0.028	
ATL2	 1.2	 0.031	 -1.2	 0.003	
ATP2B2	 -1.3	 0.000	 1.1	 0.003	
C80913	 1.5	 0.026	 1.2	 0.003	
CCL9	 -2.1	 0.001	 -1.1	 0.028	
DIO1	 1.3	 0.020	 -1.2	 0.012	
DNAJA1	 1.3	 0.012	 -1.1	 0.032	
DNAJC3	 1.6	 0.038	 -1.1	 0.009	
GDAP2	 -1.5	 0.002	 -1.2	 0.001	
GOT1	 -1.4	 0.002	 -1.1	 0.014	
HECA	 1.7	 0.029	 -1.2	 0.005	
HECTD2	 1.2	 0.037	 -1.1	 0.012	
ITM2C	 -1.4	 0.019	 -1.1	 0.029	
KARS	 -1.3	 0.050	 -1.1	 0.032	
LYRM5	 1.5	 0.030	 -1.1	 0.030	
NAP1L1	 1.5	 0.028	 -1.1	 0.044	
PLSCR2	 1.8	 0.005	 -1.1	 0.010	
RABGAP1L	 1.2	 0.001	 -1.1	 0.012	
RSRC2	 1.4	 0.044	 1.1	 0.025	
SCO1	 1.2	 0.003	 -1.1	 0.033	
STX8	 -1.3	 0.049	 -1.1	 0.015	
TSPO	 -1.4	 0.019	 -1.1	 0.029	
WWP1	 1.9	 0.026	 -1.1	 0.047	















of	 nutritional	 insult).	 The	 low	maternal	 folate,	 high	 fat	 post-weaning	 group	 displayed	 the	 largest	
overall	change	across	the	642	genes,	with	significantly	larger	median	fold	change	compared	with	the	
normal	folate,	high	fat	group	(p	<	2.2	x	10-16)	as	well	as	the	low	folate,	low	fat	group	(p	<	2.2	x	10-16).		
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